Data format

Filtered, analysed Experimental factors
Mouse brain treated with rTMS for 30 days Experimental features RNA isolation, global gene expression analyses Data source location Wako, Saitama, Japan Data accessibility Data are contained within this article
Value of the Data
A global gene expression analysis of mouse cerebrum treated with rTMS for 30 days. These data may be useful for comparison with microarray data obtained from rTMS of different durations.
Genes identified as differentially expressed in this data set could be useful in further studies on the effects of rTMS on mouse brain.
Data
Affymetrix GeneChip microarray analyses of mRNA isolated from mouse cerebrum after 30 days of rTMS revealed altered expression of several genes (Tables 1-10), including glutamatergic genes (e.g., glutamate transporter), dopaminergic genes, cholinergic genes, genes of adrenergic signaling in cardiomyocytes and so on.
Experimental design, materials and methods
We carried out a comprehensive analysis of altered gene expression in cerebrum following chronic rTMS using a high-density oligonucleotide array (GeneChip; Affymetrix, Santa Clara, CA, USA. MG_U74Av2 probe array), as described elsewhere [2] . Using the Affymetrix algorithm [3] and multiple analysis comparison software for assessing gene expression differences, mRNAs that increased or decreased in the mouse brain following chronic rTMS relative to levels in the control mouse brain were identified. Pathway analysis was used to identify the significant pathway of the differential genes according to KEGG. And also, Gene Ontology (GO) analysis was applied to analyze the main function of the differentially expressed genes according to the gene ontology, which is the key functional classification of NCBI that can organize genes into hierarchical categories and uncover the gene regulatory network based on biological process and molecular function [4] .
Using these data, we indicated that rTMS modulates glutamate, GABA and glycine transporters and regulates ER stress-related genes [1] . Ache is Cholinergic gene. Gnai2, Kif5a and Ppp2r5c are dopaminergic synapse genes. Gnai2, Myh7 and Ppp2r5c are genes of adrenergic signaling in cardiomyocytes. Mice cerebrum stimulated by rTMS for 30days were denoted as M1 and M2, sham control were denoted as C1 and C2. 
